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Glutathione Figure S1 . Interaction map of altered microsomal proteins from mdx-4cv hind limb muscle. The bioinformatics STRING database was applied to generate a protein interaction map with known and predicted protein associations that include direct physical and indirect functional protein linkages. The analysis of mass spectrometrically identified proteins with a changed abundance in mdx-4cv muscle was based on the proteomic data presented in Tables 1, 2, S1 and S2. The insert shows the entire interaction map and the main panel focuses on the central position of the dystrophin protein Dp427 (marked in yellow). Figure 8 . Shown are graphs of the immunoblotting results using antibodies to lactate dehydrogenase (LDH) (a), myoglobin (MYB) (b), myozenin (MYZ-1) (c), pyruvate dehydrogenase (PDH) (d), β-tubulin (β-TUB) (e), periostin (POSTN) (f) and vimentin (VIM) (g). Lanes 1 and 2 represent crude microsomes from wild type (wt) muscle and dystrophic mdx-4cv muscle, respectively. Student's t-test, unpaired; n = 4; * p < 0.05.
